Methods
To make sure that the whitish colonies growing on agar cubes incubated in the headspace of parasitized cockroaches were S. marcescens and not contaminations, we compared a partial 16S rDNA sequence of these colonies with the red colonies growing on control agar cubes.
We set up an additional bacterial challenge assay as described in the Methods section to obtain bacterial colonies for genetic analyses. For genetic analyses, samples of single colonies from two control and two test agar cubes were picked with sterile toothpicks.
The DNA was extracted with a MasterPure™ Complete DNA and RNA Purification Kit (Epicentre Biotechnologies) following the manufacturer's instructions. The DNA was then used as a template for polymerase chain reaction (PCR) with oligonucleotide primers fD1 (forward) and rP2 (reverse) [1] for the amplification of fragments of the 16S rDNA.
PCR reactions were performed on a Biometra T-Gradient Thermocycler in total reaction volumes of 12.5µl containing 1µl of template, 1 x PCR buffer [50mM Tris-HCl pH 9.1, 14mM (NH 4 )SO 4 ], 2.5mM MgCl 2 , 240µM dNTPs, 10pmol of each primer, and 0.5 U of Taq DNA polymerase (Peqlab), respectively. Cycle parameters were as follows: 3min at 95°C, followed by 39 cycles of 95°C for 1min., an annealing temperature of 58°C for 1min, and 72°C for 1min, and a final extension time of 3min at 72 °C.
Two amplicons of each group (red and white bacterial colonies) were purified (PeqGOLD MicroSpin cycle-Pure kit, Peqlab, Germany) and subsequently commercially sequenced (Eurofins MWG Operon, Ebersberg, Germany) with primers fD1/rP2. The obtained 16S rDNA sequences were aligned and compared using the software BioEdit v7.2.3 (Ibis Biosciences, Carlsbad, CA, USA).
Results
The partial 16S rDNA sequences that we obtained for the red (808 and 810bp) and the whitish (813 and 816bp) bacterial colonies in the bacterial challenge assays were identical ( Figure S3 ). Furthermore the sequence showed 100% homology with the S. marcescens strain originally isolated from cockroaches in a previous study [2] (GenBank accession number: JX448402) and inoculated on the agar cubes here.
Discussion
The bacteria forming whitish colonies on the agar cubes incubated in the headspace of parasitized cockroaches were genetically identical to the S. marcescens strain forming red colonies on the control agar cubes, and do thus represent decolorized colonies of the originally inoculated bacterium.
Isolation and identification of fungi from cockroaches Methods
To obtain possible antagonistic fungi that might threaten A. compressa offspring during their development we probed incubated nests that failed to produce adult A. compressa wasps and that appeared to be infested by fungi (occurrence of fungal hyphae and/or conidiophores). Probes of fungi were isolated from four infested, parasitized cockroaches by use of sterile forceps. The fungi were inoculated onto Sabouraud-dextrose (SD) agar plates and placed in a conditioning cabinet at 30°C until visible growth of microbes. For the identification of the fungi, single mature conidiophores were seeded on new SD agar plates at least twice to obtain pure strains. From these colonies samples were taken for identification by Sanger sequencing of rDNA internal transcribed spacer regions (ITS) 1 and 2. In addition, morphological characteristics of the cultivated strains were investigated and recorded.
Growing mycelia of the fungi were sampled, ground in liquid nitrogen and the DNA extracted as described above for S. marcescens. The DNA was then used as a template for PCR with oligonucleotide primers ITS1 (forward) and ITS4 (reverse) [3] for the amplification of fragments of rDNA regions ITS1 and ITS2.
PCR reactions and amplicon purification were performed as described above for S.
marcescens. The amplicons were subsequently sequenced commercially (Eurofins MWG Operon) with primers ITS1/ITS4. The obtained partial ITS sequences were submitted to the international nucleotide sequence library GenBank (see results for accession numbers) and compared to sequences published in GenBank using the BLAStn algorithm of the National
Center of Biotechnology Information (NCBI).

Results
From the infested cockroaches we obtained four fungal isolates. Two of the isolates grew rapidly and exhibited intense yellow-green colonies after four days of incubation. One of these isolates was used for genetic analyses. The partial ITS sequence of this fungal isolate 
Discussion
In this study we isolated and identified the two filamentous fungi A. nomius and A. sydowii from failed A. compressa nests. The ubiquitous fungus A. nomius belongs to the section Flavi of the genus Aspergillus and is a highly aggressive, fast growing, and aflatoxinproducing species. It is known as an opportunistic facultative entomopathogen, and has also been reported as soil fungus, as mold on stored food and as pathogen in humans [4] [5] [6] [7] [8] . A. sydowii belongs to the Aspergillus versicolor section and has been isolated from insects [9] , soil and air, as well as water [10] . It is known to infest grain cultures [11] and to cause Aspergillosis in various animals from corals to humans [12, 13] .
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